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LOCUS 

DEFINITION 

ACCESSION 

VERSION 

DBSOURCE 

KEYWORDS 

SOURCE 

ORGANISM 



linear PLN 05-JAN-1999 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

COMMENT 
FEATURES 

source 



Protein 



AAD02832 784 aa ^ 

raffinose synthase [Cucumis sativus] 
AAD02832 

AAD02832.1 GI:4106395 

locus AF073744 accession AF073744 . 1 



Cucumis sativus (cucumber) 
Cucumis sativus 

Eukaryota; Viridiplantae ; Streptophyta ; Embryophyta; Tracheophyta; 
Spermatophyta; Magnoliophyta; eudicotyledons ; core eudicots; 
rosids; eurosids I; Cucurbitales ; Cucurbitaceae ; Cucumis. 
1 (residues 1 to 784) 
Ohsumi,C, Nozaki,J. andKida,T. 
Direct Submission 

Submitted ( 22- JUN-1998 ) Central Research Laboratories, Aajinomoto 
Co. Inc., 1-1, Suzuki-cho, Kawasaki-ku, Kawasaki 210-8681, Japan 
Method: conceptual translation supplied by author. 
Location/Qualifiers 
1. .784 

/organism="Cucumis sativus" 
/db_xref="taxon:3659" 
/tissue_type="leaf " 
/dev_stage= "mature" 
1. .784 

/product= f, raf f inose synthase" 
/EC number=" 2.4.1.82 " 



CDS 



1. .784 
/gene="Rfs" 

/coded_by="AF073744 . 1: 



56. .2410" 



ORIGIN 



// 



1 mapsfknggs nvvsfdglnd msspfaidgs dftvnghsfl sdvpenivas pspytsidks 

61 pvsvgcfvgf dasepdsrhv vsigklkdir fmsifrfkvw wtthwvgrng gdlesetqiv 

121 ileksdsgrp yvfllpiveg pfrtsiqpgd ddfvdvcves gsskvvdasf rsmlylhagd 

181 dpfalvkeam kivrthlgtf rlleektppg ivdkfgwctw dafyltvhpq gviegvrhlv 

241 dggcppglvl iddgwqsigh dsdpitkegm nqtvageqmp crllkfqeny kfrdyvnpka 

301 tgpragqkgm kafidelkge fktvehvyvw halcgywggl rpqvpglpea rviqpvlspg 

361 lqmtmedlav dkivlhkvgl vppekaeemy eglhahlekv gidgvkidvi hllemlcedy 

421 ggrvdlakay ykamtksink hfkgngvias mehcndfmfl gteaislgrv gddfwctdps 

481 gdpngtfwlq gchmvhcand slwmgnfihp dwdmfqsthp caafhaasra isggpiyvsd 

541 svgkhnfdll kklvlpdgsi lrseyyalpt rdclfedplh ngetmlkiwn lnkftgviga 

601 fncqgggwcr etrrnqcfsq yskrvtsktn pkdiewhsge npisiegvkt falylyqakk 

661 lilskpsqdl dialdpfefe litvspvtkl iqtslhfapi glvnmlntsg aiqsvdyddd 

721 lssveigvkg cgemrvfask kpracridge dvgfkydqdq mvvvqvpwpi dsssggisvi 
781 eylf 
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Please press "FORMAT!" when you wish to check your results. You may change the formatting options for your result via the 
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Limit results by 
entrez query 



I with inclusion threshold: 0.005 



I or select from: ! AH organisms 
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BLASTP 2.2.9 [May-01-2004] 

Reference : 

Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997) , 
"Gapped BLAST and PS I -BLAST : a new generation of protein database search 
programs", Nucleic Acids Res. 25:338 9-3402. 

RID: 10842 94 765-17791-93877873360. BLASTQ3 

Query= gi | 19571727 | emb | CAC86963 . 1 | stachyose synthase [Stachys 
affinis] 

(863 letters) 



Database: All non- redundant GenBank CDS 

translations+PDB+SwissProt+PIR+PRF excluding environmental samples 
1,798,171 sequences; 593,787,773 total letters 



If you have any problems or questions with the results of this search 
please refer to the BLAST FAQs 
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Sequences producing significant alignments: 
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21038869 



13992585 



24412857 



19571727 



15235191 



15242680 



emb 



emb 



emb 



emb 



ref 



ref 



CAD31704 .1 



CAC38094 .1 



CAD55555 . 1 



CAC86963 .1 



NP 192106.1 



NP 198855.1 



6634 701 | emb | CAB643 63 . 1 | galact inol -raf f inose galactosylt. . . 

putative stachyose synthase [Al . . . 
stachyose synthase [Pisum sativum] 
stachyose synthase [Pisum sativum] 
stachyose synthase [Stachys aff.. 
galactinol-raf f inose galactosy. . 
raff inose synthase family prot.. 
41063 95 |gb[ AAD02 832 . 1 [ raffinose synthase [Cucumis sativus 
NP 909442. l[ putative raffinose synthase [O. . 
CAD20127 . 2 | raffinose synthase [Pisum sativum 
AAR31209 . 1 | stachyose synthase [Medicago sat.. 
S27762 Sipl protein - barley >gi | 167100 | gb | A. . 
AAN32954 . 1 [ alkaline alpha-galactosidase see.. 
dbj [BAD10122 . 1 ] putative alkaline alpha-galacto. . 
AAN75139. 1 ] alkaline alpha galactosidase I [.. 
S45033 probable imbibition protein - wild ca. . 



34896196 



18181865 



39841611 



ref 



emb 



3b 



282994 [pirf 
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29838629 



2b 



2* 



629602 |pir | 



30687712 



15241300 



34393428 



15292677 



15230330 



15222768 



42408862 



29838631 



ref 



ref 



dbj 



NP 851044.1 



NP 197525.1 



ref 
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raffinose synthase family prot.. 

raffinose synthase family prot.. 

BAC82968 . 1 | putative Sipl protein [Oryza sa. . 
gb | AAK92707 . 1 [ putative imbibition protein homo.. 
NP 191311. l| alkaline alpha galactosidase, . . 
NP 175970.11 alkaline alpha galactosidase, . . 
BAD10121 . 1 1 putative alkaline alpha-galacto.. 

alkaline alpha galactosidase II . . 
putative seed imbibition protein.. 
CAD41091.2 1 OSJNBb0011N17 . 8 [Oryza sativa (.. 
NP 850715. l| alkaline alpha galactosidase, . . 

putative imbibition protein [Cic. 
NP 974451. l| alkaline alpha galactosidase, . . 
| C96599 protein F20N2.14 [imported] - Arabi . . 
gb| AAG2 3 721 . 1 [ seed imbibition protein [Arabido. . 

hypothetical protein [Neurospo. . 
hypothetical protein FG00862.1.. 
hypothetical protein MG03601.4 [.. 
hypothetical protein MG00582.4 [.. 
| T09530 probable seed inhibition protein - c. 
EAA59139. 1 | hypothetical protein AN3874.2 [A.. 



6850 93 8 emb CAB71135. 1 



ref 



£1 
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29349205 
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37535242 
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37679563 



3b 
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XP 331749.1 



XP 381038.1 



EAA52006. 1 



EAA48924 . 1 



|T01717 hypothetical protein A_IG002N01.5 - 



AAK96217.2 



AAL65392 . 1 
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ref 



ref 
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gb[EAK81193 . 1 | 



ref|NP 921923. 1| 
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AAS20373 . 1 



AAQ73894 . 1 



ref NP 934172.1 
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ref 


NP 112217.1 


91 


27904866 


ref 


NP 777992.1 


gi 
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ref 
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9 1 
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BAC33391.ll 


9i 


18978155 
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NP 579512. 1| 


9 1 


15213600 


gb|AAK92078. l| 



gi 1 29789429 | ref | NP 780710.1 
gi 1 34854396 I ref |XP 226837.2 



alpha-galactosidase [Bif idobacte . . 
putative seed imbibition protein. . 
674aa long hypothetical sipl p.. 
Raffinose synthase (Sipl seed . . 
raffinose synthase family prot.. 
conserved hypothetical protein. . 
hypothetical protein UM00375.1 [.. 

putative stachyose synthase [0. . 
HrpS [Pectobacterium atrosepticum] 
HrpS [Pectobacterium carotovorum. . 
alpha-galactosidase [Vibrio vu. . 

a disintegrin-like and metallo.. 
guanylate kinase [Buchnera aph. . 
Alpha-galactosidase [Vibrio vu. . 

unnamed protein product [Mus mu. . 
molybdenum cof actor biosynthes.. 
glycoprotein [rabies virus] 

a disintegrin-like and metallo.. 

similar to metalloprotease dis.. 



1 

X £t \) *± 


0 0 


1 4 0 & 

_L ft & O 


0 n 


1 1 ftl 


0 n 


110 j 


0 n 




0 n 


D J -7 


n n 


CI Q 

D X O 


p_1 


ens 

DUO 


O - 1 A 1 


A Q "3 
ft y .5 


C X J 0 


A QQ 
it} J 


c X j / 


/TO 

ft Z, 0 


0.110 


~X A A 
J ft ft 


A 0 Q1 


o -i q 

JJO 


O 0 Q 1 

a e y x 


JZO 


"3 £i QQ 

je-00 


jZq 


1 <a - Q 1 

xe a / 


J & £ 


zc-00 




jS _ ob 


7 O 1 
-3 A X 




~i 1 A 
J X ft 


3c - O ft 


j i J 


lc - O 3 




1 0 _QO 

lc OO 


111 




Tin 


ye oj 


A O 


j s / y 


0 fi Q 
4& 0 y 


1o 7 £ 
Xe - / O 


A 0 X 


4e - / *t 


Z / O 


JC /J 


0 0 1 


Q 0 R 

oe z> 0 


0 1 A 


/ e o % 


1 fi Q 
IOCS 


A a. AC 

fte ft 0 


1 TO 
Xj 0 


oe-ji 


1 n 1 
X u I 


1 0 01 

xe - z x 






inn 

1UU 


Zc-1j 


inn 


1 Q 

<&e - x y 


y / 


i 0 _ 1 p 
xe x 0 


0 y 


A a 1 C 

fte - 10 


83 


3e-14 


82 


4e-14 


81 


le-13 


72 


7e-ll 


70 


3e-10 


65 


9e-09 


60 


3e-07 


D O 


oe u o 


49 


4e-04 


37 


1.4 


37 


2.3 


37 


2 . 7 


36 


3.4 


36 


3.6 


36 


3 . 8 


36 


4.3 


36 


4.3 


35 


5.4 


35 


5.6 


35 


6.2 



Entrez 



PubMed 



Nucleotide 



Search Protein 



forf 



Limits 



|g| jdefault 



Show: 2° 



Protein 



Genome 



Structure 



r 1: CAC86963 . stachyose synthas...[gi:19571727] 



Pr^iew^lndex ^ History 



PMC 



Taxonomy 



Books 



Clipboard 



Details 



BLink, Domains, Links 



LOCUS CAC86963 863 aa linear PLN 13-MAR-2002 

DEFINITION stachyose synthase [Stachys affinis] . 
ACCESSION CAC8 6963 

VERSION ' CAC86963.1 GI : 19571727 

DBSOURCE embl locus SSI344091, accession AJ344091 . 1 
KEYWORDS 

SOURCE Stachys affinis 

ORGANISM Stachys affinis 

Eukaryota; Viridiplantae ; Streptophyta ; Embryophyta; Tracheophyta ; 
Spermatophyta; Magnoliophyta; eudicotyledons ; core eudicots; 
asterids; lamiids; Lamiales; Lamiaceae; Lamioideae; Stachys, 
REFERENCE 1 

AUTHORS Pesch,M. and Schmitz,K. 

TITLE Molecular cloning of a cDNA encoding for stachyose synthase from 

Stachys sieboldii 
JOURNAL Unpubl i shed 
REFERENCE 2 (residues 1 to 8 63) 
AUTHORS Pesch,M. 
TITLE Direct Submission 

JOURNAL Submitted ( 13-AUG-2001) Pesch M. 

Universitaet zu Koeln, Gyrhofstr 
FEATURES Location/Qualifiers 
source 1 . .863 

/organism="Stachys affinis" 
/db_xref="taxon: 168825" 
/tissue_type="leaf " 
/count ry=" Japan" 
Protein 1..863 

/product =" stachyose synthase" 
/EC_number=" 2.4.1.67 " 
CDS 1. .863 

/gene="sts" 

/coded_by="AJ344091 .1:1.. 2592" 
/db_xref ="GOA: Q8RW08 " 
/db xref ="TrEMBL : Q8RW08 " 



Botanisches Institut, LS3, 
15, D-50931 Koeln, GERMANY 
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LOCUS 

DEFINITION 
ACCESSION 
VERSION 
DBSOURCE 
KEYWORDS 
SOURCE 

ORGANISM 



CAD20127 798 aa 

raffinose synthase [Pisum sativum] . 
CAD20127 

CAD20127 .2 GI : 18181865 

embl locus PSA426475, accession AJ426475 . 2 



linear PLN 15-JAN-2002 



ORIGIN 



Pisum sativum (pea) 
Pisum sativum 

Eukaryota; Viridiplantae ; St reptophyta ; Embryophyta; Tracheophyta ; 
Spermatophyta ; Magnoliophyta ; eudicotyledons ; core eudicots; 
rosids; eurosids I; Fabales; Fabaceae; Papilionoideae ; Vicieae; 
Pisum. 
1 

Peterbauer , T . , Mach,L., Mucha, J. and Richter,A. 

Molecular characterization of raffinose synthase from pea (Pisum 
sativum L.) seeds 
Unpublished 
2 

Peterbauer, T . 
Direct Submission 

Submitted ( 02- JAN-2002 ) Peterbauer T., Institute of Ecology, 
University of Vienna, Althanstrasse 14, Vienna, A-1090, AUSTRIA 
revised by [3] 
3 (residues 1 to 798) 
Peterbauer, T . 
Direct Submission 

Submitted ( 09- JAN-2002 ) Peterbauer T., Institute of Ecology, 
University of Vienna, Althanstrasse 14, Vienna, A-1090, AUSTRIA 
On Jan 16, 2002 this sequence version replaced gi : 18071125 . 
Location/Qualifiers 
1. .798 

/-organism="Pisum sativum" 
/cultivar="Wunder von Kelvedon" 
/db_xref="taxon: 3888" 
/ tissue_t ype=" seeds" 
/ country="Austria" 
Protein 1 . .798 

/product="raf f inose synthase" 
/EC number="2.4.1.82" 

/function="galactinol : sucrose galactosyltransf erase " 
CDS 1..798 

/gene="rfs" 

/ coded _by= " A J4 2 6 4 7 5 . 2:148. .2544" 
/db_xref-"GOA:Q8VWN6" 
/db_xref ="TrEMBL : Q8VWN6" 

1 mappsitkta tqqdvistvd ignspllsis Idqsrnflvn ghpfltqvpp nitttttstp 
61 spfldfksnk dtiannnntl qqqgcfvgfn tteakshhvv plgklkgikf tsifrfkvww 
121 tthwvgtngh elqhetqili ldknislgrp yvlllpilen sfrtslqpgl ndyvdmsves 
181 gsthvtgstf kaclylhlsn dpyrlvkeav kviqtklgtf ktleektpps iiekfgwctw 
241 dafylkvhpk gvwegvkalt dggcppgfvi iddgwqsish ddddpvterd gmnrtsageq 
301 mpcrlikyee nykfreyeng dnggkkglvg fvrdlkeefr svesvyvwha lcgywggvrp 
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421 dgvkvdvihl lellseeygg 
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541 efhaasrais ggpvyvsdcv 

601 ktmlkiwnln kyagvlglfn 

661 mdikgvdvfa vyffkekkls 

721 vnmlnsggav qslefddsas 

781 vqilwpgsst lslveflf 
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